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Figure S4A

Multiple sequence alignment of histone deacetylase domain of the HD2 family proteins. The numbers listed
in front of the sequences indicates the location in the histone deacetylase domain and not in the given
protein sequence. * indicates the region edited out of the alignment for phylogenetic analysis.
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Figure S4B

Multiple sequence alignment of nucleotides encoding the histone deacetylase domain of the HD2 family
proteins. The codon alignment was matched to the amino acid alignment shown in Figure 4A and the
regions edited out in the protein alignment were edited in DNA alignment too. The numbers listed in front
of the sequences indicates the location in the histone deacetylase domain and not in the given coding
sequence of the gene.



